Background: Design of protein structure comparison algorithm is an important research issue, having far reaching implications. In this article, we describe a protein structure comparison scheme, which is capable of detecting correct alignments even in difficult cases, e.g. non-topological similarities. The proposed method computes protein structure alignments by comparing, small substructures, called neighborhoods. Two different types of neighborhoods, sequence and structure, are defined, and two algorithms arising out of the scheme are detailed. A new method for computing equivalences having non-topological similarities from pairwise similarity score is described. A novel and fast technique for comparing sequence neighborhoods is also developed.
Background
It is well known that conservation of proteins at the structure level can be much higher than at the sequence level [1] . Recognizing similarities in protein structures and classifying them into folds, families, etc. is therefore an important task in biology, and is often used as a basis for designing experiments for gaining further knowledge.
Unfortunately, most formulations for comparing protein structures have turned out to be NP-Hard [2] . This has led to the development of many heuristic approaches, e.g. SSAP [3] , DALI [4] , C α -match [5] , LOCK [6] , CE [7] , SSM [8] , etc.
However, it is clear from many experiments, e.g. those in [7] or results reported in the section on validation using benchmark datasets (section 0.1), that the existing algorithms produce sub-optimal results in many practical cases. For example, DALI and CE are not capable of detecting non-topological similarities. The current article reports a protein structure comparison scheme that improves upon existing algorithms in terms of quality of alignments and ability to detect non-topological similarities.
Most protein structure comparison algorithms can be broadly classified as either distance matrix based or transformation based. This article proposes a new scheme which compares protein structures by comparing small and compact sub-structures, called neighborhoods. Neighborhoods spanning the entire protein are calculated for both the proteins. All pairs of neighborhoods from the two structures are aligned and resulting transformations are used to calculate the optimal alignments between the two proteins. Thus, alignments between protein structures are calculated by growing neighborhood alignments. This leads to a middle approach of comparing the neighborhoods using distance matrix based methods and calculating actual alignment using transformations obtained from neighborhood alignments (figure 1).
Following the scheme, two new algorithms based on two different kinds of neighborhoods, namely sequence and structure neighborhoods, are proposed. The structure neighborhood is a more natural concept, and gives better alignments. However, the algorithm for comparing structure neighborhoods is slow and scales exponentially with the size. The algorithm based on comparison of sequence neighborhoods is designed to be faster. For this reason, a novel and fast technique for comparing sequence neighborhoods, based on spectral graph matching [9] , is developed. A more detailed description and explanation of the techniques developed is given in the methods section (section 0.4).
The techniques thus developed have been implemented, and are available for public use at [10] . The implementations were used to compare proteins from Fischer's [11] and Novotny et. al.'s [12] benchmark datasets. Results show that the current programs find similar or better alignments than DALI [4] and CE [7] in almost all cases. The current programs also show a better overall performance than SSM [8] . on the benchmark datasets. Results from comparison of proteins with large number of indels and internal repeats, show that the current algorithms detect the similarities correctly.
The sequence neighborhood based program was used in extensive fold and non-topological similarity detection experiments. For detecting fold level similarity, a new measure of significance, based on the ratio of length of alignment to the average size of the two proteins, was used. This is contrast with the normally used measures, e.g. Z-scores of some property of the alignment. The new measure is expected to work because the RMSD of the alignments have been constrained below a threshold (approx. 3 Å). The accuracy of fold detection with this new measure of similarity was found to be similar or better than that of the standard algorithm CE [7] .
Finally, the current methods ability to detect non-topological similarities was tested using a circularly permuted pair of proteins. The results show that the current programs detects the full alignment, even in presence of nontopological similarities. Next section describes results from the experimental validation of the developed scheme. The scheme is described in detail, in the methods section.
Results and Discussion
The algorithms developed in this article were implemented in C using GCC/GNU-Linux system. The programs thus developed were used to test the correctness of the concepts used in developing the algorithm on real protein structure data. This section reports the results from the experiments conducted for validating the current algorithms. Validation has been done by comparing the results from the current programs with those from the state of the art protein structure comparison programs DALI [4] , CE [7] , and SSM [8] . It may be noted that a recent survey [13] mentions SSM as the top performer in protein structure comparison programs. Section 0.1, presents a systematic evaluation of the programs on two benchmark datasets containing more than 200 protein structure pairs. Section 0.2, reports tests using critical cases of proteins having multiple domains (hence large number of indels) and internally repeating subunits. In section 0.3, we explore one of the applications of protein structure comparison, i.e. the program's ability to detect proteins having the same fold as a given query protein. In section 0.4, the method's ability to detect non-topological similarities is explored.
The protein structure data was taken from PDB [14] and the SCOP [15] domains were obtained from the ASTRAL database [16] . Rasmol [17] was used to generate the molecular graphics. The programs were tested on hundreds of protein structure pairs and the optimal values of the parameters were determined so as to cater for a wide range of protein structures with varying levels of similarities. Detailed results and default parameter values are available in additional file [see Additional file 1].
Overview of algorithms developed here

Figure 1
Overview of algorithms developed here.
Validation using Fischer's and Novotny's benchmark datasets
The first experiment was to validate the idea of comparing the proteins by comparing the various neighborhoods. For this, we tested the algorithms developed in this article on two benchmark datasets : Fischer [11] and Novotny et. al. [12] . Fischer's dataset was developed for testing the performance of fold recognition methods, and contains 68 pairs of protein structures having low sequence similarity. Table 1 shows the alignments generated by the two algorithms developed here and the 3 standard algorithms DALI, CE and SSM, for the 10 difficult pairs [7] Tables 2, 3 and 4 report a summary of comparison of results obtained from the two programs on both Fischer's and Novotny's datasets with DALI, CE and SSM, respectively. An alignment is said to be better than other if it has both higher length and lower RMSD. Two alignments are said to be level if one has both higher length and RMSD than the other. Tables 2, 3 and 4 show the number of protein pairs, for which the current method gives better/worse/level alignments than DALI, CE and SSM, respectively. For Fischer's dataset, the sequence neighborhood based method performs similarly to DALI, whereas the structure neighborhood based method performs slightly better. However, for some CATH classes in Novotny's dataset (1.10.40, 1.25.30, 2.100.10), the current methods perform significantly better than DALI. On Fischer's dataset, the current methods consistently perform better than all the three standard programs. On Novotny's dataset, for CATH classes 1.10.164, 1.10.40 and 1.25.30, the current programs perform better than DALI and SSM, and for CATH classes 2.40.100 and 2.100.10, the current programs perform better than CE. For CATH class 3.70.10, the current programs did not give good alignments as compared to CE and SSM. However, the overall performance of the current programs is better than all the three state of the art programs. Also, it was observed (from table 1 and results provided in supplementary material) that the structure neighborhood based method performs slightly better than the sequence neighborhood based one.
Testing on proteins with multiple domains and internal repeats
One of the important features of proteins is the noise in the residue positions and insertions and deletions (indels) of residues. One extreme case of indels is the case when a protein has multiple domains and only one of the domains are there in the other structure. In order to test the current programs' ability of detecting such similarities, we tested them for detecting the 3 individual domains in 2 multi-domain proteins, e.g. [PDB:2HCK] and [PDB:2SRC], taken from [12] . The individual domains were obtained from the ASTRAL database. Table 5 shows the results for one of the protein (other omitted to save space). The domains were perfectly detected by both the programs developed here and all the standard programs. We also chose random fragments of length 20 residue from each of the 3 domains in [PDB:2HCK], and concatenated them to form a new structure, called "mixed" (table  5) . We compared this new structure with the original pro- The current algorithms rely on similarity of neighborhoods to detect global similarity between proteins. However, many proteins have repeating subunits which can provide many similar looking neighborhoods. In order to ascertain whether the current programs are fooled by such internal repeats, we tested them on 6 pairs of proteins showing high degree of internal repeats. The results, reported in table 6, show that the correct alignments were detected in all the cases. Thus, we conclude that the current programs perform well, even in presence of high indels and internal repeats.
Testing accuracy in detecting fold similarity
One of the applications of a protein structure comparison program is to compare the folds of two protein structures, or fetch all structures from a database, having the same fold as a query structure. Many programs for searching databases and comparing folds have been developed. Recently, Novotny et. al. [12] performed a comparison of fold comparison servers, and rated CE [7] as the topmost. We compared the performance of the sequence neighborhood based program (because it is faster than the structure neighborhood based one) with CE, using 5 randomly selected proteins from 5 prominent SCOP classes.
Given an alignment between 2 proteins, most programs use a statistical significance (Z-score in case of DALI and CE) to decide the level of similarity between the two proteins. In the current case, the RMSD of the alignments found by programs is upper bounded by the parameter T (Eqn 1). For T = 5 (default) the RMSD is found to be less than 3 Å. Thus, the free parameter is the length of the alignment. We used the percentage of residues aligned as a fraction of the average number of residues to decide the Table 7 shows the results of a database search on the 40% non-redundant ASTRAL database using the 5 query proteins. The output from sequence neighborhood based program was filtered using 2 percentage aligned cutoff values, e.g. 50% and 45%. For CE, the prescribed cutoff of 4.0 on Z-score value was used. The true and false positives, and the actual number of entries in the database are reported. For d101m__ and d1htia the number of false positives given by CE are much higher than the current program, whereas for d1jzba_ and d2pela_ fewer true examples are detected by CE. On the whole, the current program performs at par with CE without even invoking any statistical theory.
Determination of non-topological similarities
Non-topological similarities between proteins is an important phenomenon, from both scientific and practical applications points of view [19, 20] . In this section, we explore the capability of the current programs to detect non-topological similarities. The current programs were tested with the well known circularly permuted pair of proteins [PDB:2PEL] -[PDB:5CNA], showing very high structural similarity. Figure 2 reports the alignments and superpositions from the current programs (in this case both the current programs report the same alignment) and DALI. The current programs give a 219 residue alignment with RMSD 1.3 Å. whereas DALI reports 117 residue alignment with RMSD 1.3 Å. It is clear from figure 2 that DALI detects only a portion of the actual similarity. CE detects a 116 residue alignment with 1.2 ÅRMSD and SSM detects a 116 residue alignment with 1.23 ÅRMSD. Thus it is clear that none on the three programs used to benchmark the current programs detect full alignment in presence of non-topological similarities.
In order to find out more naturally occurring circularly permuted pairs of proteins, we compared all possible pairs of proteins, showing less than 40% sequence similarity, from the SCOP fold b.29. There are 48 domains in the b.29 fold of 40% non-redudant ASTRAL dataset. Out of all the 1128 pairs, 107 pairs showed circular permutations. Table 8 shows 5 circularly permutated pairs of proteins having low structural similarity. In 4 of the 5 cases, the current program detects a better alignment than DALI, and in one case DALI doesn't detect any significant alignment. A detailed study of these circular permutations will be reported elsewhere. Thus, it is clear that the current programs can be useful as a tool for detecting circular permutations occuring in nature. 
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Conclusion
Biology, in its present practice, is effectively a relational science. Decisions made with one system being heavily influenced by the knowledge obtained from other systems. It is quite understandable therefore, why recognizing similarities and deriving relationships are crucial for all further knowledge. In this context, protein structure comparison is an important yet complex problem.
The current article proposes a new scheme for comparing protein structures, relying on efficient techniques available for comparing smaller sub-structures (called neighborhoods), having equal number of residues. This reduces the problem of comparing protein structures to that of searching over at most O(n 2 ) transformations, under the assumption that at least one of the neighborhoods from the first protein has a match in the second protein.
The scheme leads to two specific algorithms, by using two types of neighborhood definitions. The structure neighborhood is the most intuitive, and is seen (section 0.1) to give better alignments in many cases. However, the algorithm based on structure neighborhoods is seen to be approximately 2-4 times slower than the sequence neighborhood based algorithm. Also, with sequence neighborhood larger neighborhood sizes could be explored (17 as opposed to 6 for structure neighborhoods). This is possible due to a novel technique developed (in section 0.10) for comparing sequence neighborhoods. A web interface to the programs developed is available at [10] .
The algorithms reported here overcome some of the drawbacks seen with other approaches, such as the detection of non-topological similarities. Also, with the current approach, the alignment quality has been found to be superior to the state of the art programs, e.g. DALI, CE and SSM, in a number of cases. So, as demonstrated in the results, the proposed algorithms will aid in identifying structural similarities that may have been missed out with other approaches.
The current article also simplifies detection of folds by using ratio of length of alignment and the average length of the two sequences, as opposed to Z-scores of some quantity used by other programs. This is done by constraining the RMSD to be below a cutoff. The program uses simple rules based on RMSD and length of alignment to hit upon the best alignment. Such simplification makes the hits returned by the program easier to interpret (as opposed to complex statistical significance measures). Even with the simplified measures, the accuracy of fold detection for the current program was found to be better than CE [7] in some cases.
Methods
A protein structure is described by the 3D coordinates of all non-hydrogen atoms present in the protein. However, following the common practice, we will use the coordinates of the C α atom of each residue to describe each protein structure. So, a protein structure A, having m residues, will be described as A = {x 1 ,
where each point x i represents the position of one residue. The sequence ordering of the polypeptide is given by the indices of the points. Similarly, the second protein B is represented as B = {y 1 ,...,y n }, y j , ∈ ‫ޒ‬ 3 , 1 ≤ j ≤ n.
A structural alignment between two protein structures A and B is given by a set of equivalences (1 -1 correspondences) between the residues of the 2 proteins. So, a structural alignment Φ between structures A and B, of length L, is denoted as:
In the alignment the residue of protein A is said to be matched or equivalenced with the residue of protein B. In this definition, there is no notion of maintaining the topology. However, some programs find only topological similarities, and thus require the condition i l <i k iff j l <j k to be satisfied. A graph G with vertex set V and edge set E ⊆ V × V is denoted as G = (V, E).
The score of a structural alignment is a measure of its suitability for the current purpose. Many scoring functions have been developed and used by different programs. Also, many programs do not specify a global scoring function, but optimize a local property at each stage. In the next section, we analyze the algorithms and scoring functions of different programs for comparing protein structures, and summarize their desired characteristics.
Analysis of different algorithms
Methods for comparing protein structures can be broadly divided into two types : ones that calculate the optimal rigid transformation of one structure on the other (e.g.
LOCK)
, and ones that do not explicitly calculate the transformation. Distance matrix based methods (e.g. DALI and CE) are popular among the second type of methods.
The problem with methods based on distance matrices is that searching over all possible alignments blows up exponentially with the number of residues. DALI uses a MonteCarlo optimization technique to search the space of all alignments in a randomized way. CE reduces the search space by using sequence constraints and heuristic cutoffs on extension of alignments.
Methods based on transformation calculation search over the space of all transformations, which is a continuous space. However, due to the multi modal nature of the scoring function over the space of transformations, local search based methods risk converging to a locally optimum solution. Kolodny and Linial [21] suggest carefully discretizing the space of all transformations, based on a given approximation parameter to the objective function, arriving at a polynomial time approximation algorithm for comparing protein structures. Unfortunately, the time complexity of the algorithm is very high for practical applications. C α -match also uses discretization of the search space using the geometric hashing technique. It has been observed that (see section 0.4) the conformation search based algorithms are better at finding non-topological similarities than their distance matrix based counterparts. This is typically due to constraining of search space to curb the exponential blowup. However, distance matrix based algorithms have the potential to solve the problem to its global optimum.
In this article, we take an intermediate approach using distance matrix based methods to align sub-structures, called neighborhoods, and arrive at the optimal transformation starting from the transformations calculated using substructure alignments. The alignments between the neighborhoods provide a discrete set of transformations to search from. To this end, we define the notion of neighborhoods and motivate the comparison of neighborhoods for comparing protein structures, in the next section. 2pelA -5cnaA alignments generated by the current program and DALI Figure 2 2pelA -5cnaA alignments generated by the current program and DALI.
Neighborhoods and their comparison
It is well known that atoms close to a particular atom, in the three dimensional structure of a protein, have more influence on the position of the current atom than those that are farther apart. This fact has been utilized by the DALI score function to weight the errors corresponding to distances with an inverse exponential function of the average distance. This fact has also been utilized by C α -match in introducing heuristic cutoffs on the distance between the residues forming reference frames, and those being considered for voting.
We use this fact more strongly to define the notion of neighborhood of a residue. The k-structure neighborhood of a residue of a protein is defined as the set of k residues nearest to the given residue in 3D. Thus, the neighborhood (i) of the i th residue of A is characterized by
Note that x j ∈ (i) might not be connected in sequence.
Another notion of neighborhood which maintains sequence connectivity is the sequence neighborhood, defined as a fragment of sequence of a given length. Thus, a k-sequence neighborhood, (i) starting from residue i of structure A is defined as (i) = {x i ,...,x i+k-1 }. The main reason for defining sequence neighborhoods is that (see section 0.10), it is easier to match sets of points with sequence order than points without any order. Also, while matching two structures, one of the structures can be tiled along the sequence using sequence neighborhoods. So, instead of n -k + 1 (as in the case when considering all possible sequence neighborhoods), L(n/k)O different neighborhoods are to matched. Thus, sequence neighborhoods can be used to reduce the running time of the algorithm, and also allow larger neighborhood sizes.
In the next section, we describe the algorithm for matching structures based on alignments of neighborhoods. The algorithms for aligning neighborhoods will be described in subsequent sections. An important point to note here is that even for the sequence neighborhoods, we calculate the structural alignments. Thus, there can be non-topological similarities in the alignments of neighborhoods.
Alignment of protein structures using neighborhood alignments
The central idea behind computation of optimal structural alignment from neighborhood alignments is that the optimal structural alignment will have at least one of the neighborhoods of residues aligned almost fully and optimally. In other words, the optimal superposition between two protein structures will contain an almost full (with very few indels) and optimal superposition of two neighborhoods. This assumption is valid under various circumstances, e.g. for proteins having functional similarity, the sites responsible for functions are conserved. Also, proteins having similar folds will have a highly conserved core or conserved regions of secondary structures.
Utilizing these ideas, we propose the following scheme for comparing two protein structures by systematically comparing neighborhoods.
1. For each of the two proteins, the neighborhoods (either structure or sequence) are selected to span the entire protein.
2. All pairs of neighborhoods, with one neighborhood from each of the two proteins, are aligned optimally using the appropriate neighborhood alignment algorithm.
3. The aligned neighborhoods are then optimally superposed, and the resulting transformations of first protein on the second are stored in a list.
4. Using the transformations calculated above, all residues of the first protein are transformed.
5. For each of the transformations, a pairwise similarity score is calculated between the residues of the two proteins using the transformed coordinates of the first protein and the original coordinates of the second.
6. The equivalences corresponding to the similarity scores are calculated using greedy fragment pair search. The best set of equivalences (structural alignment) thus calculated is reported.
In step 1, while choosing structure neighborhoods, one centered at every atom is chosen making m and n neighborhoods respectively. While choosing sequence neighborhoods, we tile one of the structures with the chosen neighborhoods, i.e. choose neighborhoods starting at positions (1 + ik) for i = 1... Qn/kN, and the last one starting from n -k + 1 to include the remaining residues if any. On the second structure, all the neighborhoods starting from 1...(n -k + 1) are chosen.
For step 2, the algorithm for matching structure and sequence neighborhoods are described in sections 0.9 and 0.10, respectively. While considering neighborhood alignments for calculating transformations (step 3), only the alignments having length (number of aligned residues) greater than a cutoff (LenCutoff) is considered. This is because the neighborhood comparison algorithms will return some alignment, even between dissimilar neighborhoods. Moreover, at least 3 aligned residue pairs are required to calculate transformations in 3D. Also, note that irrespective of the neighborhood type, neighborhood alignments match the 3D structure of the neighborhood. Thus, even in case of sequence neighborhood, the final alignment is not dependent of the sequence similarity.
The transformations in step 3 are calculated using the method described in [22] . The method uses unit quaternions (4 component vectors with norm 1) to describe rotations and a vector in 3D for describing the translation of the origin. Thus, every transformation is
Many transformations calculated in step 3, will be the same except for small numerical differences. In order to avoid processing a transformation multiple times, the transformations are clustered, and one transformation from each cluster is considered for further processing.
Since the transforming the points involve multiplication by a polynomial of degree two in the quaternion components (see [22] ), small changes in the component values (maintaining unit norm property) will produce small changes in the transformed coordinates. This property is used to cluster the transformations based on 2-norm. For clustering, a random order is chosen for the transformations and the first transformation is chosen as the center of a cluster. The subsequent transformations are put assigned clusters using the scheme: a transformation ', belongs to a cluster i, if || ' -i || ≤ ClustThreshold, i being cluster center of the i th cluster. Otherwise, it forms a new cluster center. This scheme avoids processing similar transformations multiple times. Steps 4-6 are essentially growing the neighborhood alignments corresponding to the transformations obtained above to get the full alignments. This is done by first transforming the residues of one structure onto other so that their positions can be compared directly (step 4), followed by calculation the similarity scores between residues of the two structures (step 5). The similarity score is given by the equation:
where, T is the tolerance in distance between the two superposed residues, and is the transformation being considered. Finally, the equivalences are calculated based on the above similarity score using the greedy fragment pair search technique described in section 0.8. Given the equivalences, the optimal superposition and hence RMSD are computed using the method described in [22] .
For each transformation in the clustered list, the structural alignment between two structures is calculated as described above. The best transformation (and hence alignment) is decided based on RMSD and length of alignment, using the following rules:
For two alignments Al 1 and Al 2 :
• If RMSD 1 ≤ RMSD 2 and len 1 ≥ len 2 then Al 1 is better than A1 2 and vice versa.
• If RMSD 1 ≤ RMSD 2 and len 1 ≥ len 2 then, if > LRcutoff then Al 2 is better else Al 1 is better; and vice versa.
The alignment given by this algorithm will have RMSD lower than the value of parameter T (eqn. 1) because, residue pairs separated by a distance more than T will have a negative similarity score, and thus will not be taken up as aligned residues. So, the parameter T can be used to control the RMSD of the match, depending on the application. The above algorithm computes mn neighborhood alignments for computing transformations. However, the alignment length cutoff used after step 2, and clustering of transformations in step 3 reduce the effectie number of transformations to be processed to O(n). The effective complexity of processing each transformation is O(n 2 ) (see section 0.8). Thus the effective overall time complexity is O(n 3 ).
Two key components of the above technique are the algorithm for calculating alignment given similarity scores between the residues of the two proteins, and the algorithms for calculating neighborhood alignments. The former is described in next section and the later in the subsequent two sections.
Greedy fragment pair search
In this section, we propose an algorithm for calculating the equivalences between residues of two proteins A and B given a similarity score S(i, j), 1 ≤ i ≤ m, 1 ≤ j ≤ n. The algorithm is inspired from the local alignment algorithm [23] , which detects the highest scoring pair of fragments between two sequences. However, only similarities that follow the sequence order are detected. We modify the algorithm to detect multiple fragments which may not follow sequence ordering. 
− −
Ideally, given an alignment Φ(A, B), one would want to maximize the score . However, this problem (the assignment problem) is difficult and has a very slow solution. Moreover, this does not use the information available in the sequence ordering of the protein. We propose to detect high scoring fragment pairs in a greedy way (i.e. the pick the best first, followed by second best, and so on). For this, the local alignment matrix is calculated as:
The highest entry in the matrix corresponds to the highest scoring fragment pair, and the corresponding fragment pair can be detected by tracing back from the highest scoring entry. However, the matrix also contains scores for other high scoring fragment pairs. The second highest scoring fragment pair is detected after deleting rows and columns corresponding to the residues in the highest scoring fragment pair. This iterative procedure continued till there are no positive scoring entries in the matrix or all the rows and columns have been deleted. The steps are given in Algorithm 1. Generation of the local alignment matrix takes O(n 2 ) time. Each search through the matrix for highest scoring entry also takes O(n 2 ) time, and the traceback takes O(n) time, thereby giving an O(n 3 ) bound on complexity. However, since in most cases only a small number of large fragment pairs will be picked up, the effective time complexity is O(n 2 ).
Aligning structure neighborhoods
A k-structure neighborhood of a residue consists of the k residues nearest to the current residue. So, there may not be any sequence connection between these residues. Thus, we look at the structure neighborhood This problem of finding a maximal common subgraph between G A and G B is solved using the algorithm described in [24] , with the added constraint that the central residues of both the neighborhoods (i) and (j) be matched. The parameter distT is used to control the allowed deviation in distances. This value is kept small (typically 1 Å) as the neighborhoods are required to be matched very accurately. The algorithm scales exponentially with the neighborhood size. All results are reported for neighborhood size of 6. The algorithm becomes very slow for neighborhood sizes above 15. In the next section, a faster algorithm, which can handle larger neighborhoods, albeit with a slight loss of accuracy, is described. 
Aligning sequence neighborhoods
Sequence neighborhoods, like structure neighborhoods, are sets of points in 3D space. Thus, the problem can be solved using the algorithm mentioned above. However, there is natural topological connection between them. We utilize this fact to derive a more efficient, though less exact, algorithm for matching sequence neighborhoods. Our algorithm is based on spectral graph matching technique described first in [9] . For calculating the best permutation, we calculate the eigenvalue decomposition of the nearness matrices as = .
It can be easily shown that if the rows and columns (or bases) of a matrix is permuted by certain permutation, its eigenvalues remain the same and the bases of its eigenvectors are also permuted by the same permutation and vice versa. Thus, considering only the eigenvector corresponding to the highest eigenvalue, for two similar matrices, the difference between the permuted eigenvectors should be minimal. We use this fact to define a similarity measure between the bases of the two matrices, and hence between the residues of the two neighborhoods.
Let f A and f B be the eigenvectors corresponding to the highest eigenvalues of A and B , respectively. We define the similarity sim(i, j) between residue i of neighborhood (i) and residue (j) of neighborhood 2 as:
Here, T' is the maximum allowed difference in the eigenvector values. T' can be used to control the precision of the returned match. We are interested in equivalences that maximize the sum total score of similarities between corresponding residues. Also, since there in a natural sequence connectivity between residues of the neighborhood, we can use the greedy fragment pair search technique described in section 0.8. The equivalences thus obtained are returned as the optimal alignment between the sequence neighborhoods. 
Availability and requirements
